Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.004 Å; R factor = 0.055; wR factor = 0.141; data-to-parameter ratio = 18.8.
Experimental
Crystal data C 17 H 17 N 3 O 5 S 2 M r = 407.46 Monoclinic, P2 1 =c a = 10.6294 (6) Å b = 12.2394 (7) Å c = 14.9673 (11) Å = 106.863 (2) V = 1863.5 (2) Å 3 Z = 4
Mo K radiation = 0.32 mm À1 T = 296 K 0.35 Â 0.25 Â 0.22 mm
Data collection
Bruker Kappa APEXII CCD diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2005) T min = 0.915, T max = 0.938 17943 measured reflections 4629 independent reflections 2488 reflections with I > 2(I) R int = 0.056 Refinement R[F 2 > 2(F 2 )] = 0.055 wR(F 2 ) = 0.141 S = 1.02 4629 reflections 246 parameters H-atom parameters constrained Á max = 0.47 e Å À3 Á min = À0.37 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x; Ày þ 1 2 ; z þ 1 2 ; (ii) x; Ày þ 1 2 ; z À 1 2 ; (iii) Àx; y À 1 2 ; Àz þ 1 2 .
Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and PLATON (Spek, 2009); software used to prepare material for publication: WinGX (Farrugia, 1999) and PLATON. supplementary materials Acta Cryst. (2012) . E68, o693 [doi:10.1107/S1600536812005260] 
4-Methyl

Experimental
Equimolar amount of 4-amino-N-(5-methyl-4,5-dihydro-1,2-oxazol-3-yl)benzenesulfonamide and p-toluenesulfonyl chloride was dissolved in 20 ml distilled water. The pH was adjusted to 8-9 using Na 2 CO 3 (1 M) and the solution was stirred at room temperature for 6 h. The progress of reaction was monitored by the consumption of suspended p-toluenesulfonyl chloride. On completion, pH was adjusted to 2-3 using HCl (2 N). The precipitate formed was filtered, washed with distilled water and recrystallized from methanol to afford colorless prisms (m.p. 403 K).
Refinement
The H-atoms were positioned geometrically (N-H = 0.86 Å, C-H = 0.93-0.96 Å) and refined as riding with U iso (H) = xU eq (C, N), where x = 1.5 for methyl groups and x = 1.2 for all H-atoms. The partial packing (PLATON; Spek, 2009) which shows that molecules form polymeric chains extending along [0 0 1] direction. where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.47 e Å −3 Δρ min = −0.37 e Å −3 Special details Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Computing details
4-Methyl-N-{4-[(5-methyl-1,2-oxazol-3-yl)sulfamoyl]phenyl}benzenesulfonamide
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.17178 (7) 0.12476 (6) Geometric parameters (Å, º) S1-O1 1.437 (2) C8-C9 1.386 (4) S1-O2 1.429 (2) C9-C10 1.367 (5) S1-N1 1.620 (2) C10-C11 1.376 (4) S1-C1 
